> 

i ' 

SEQUENCE LISTING 

<110> MOCKEL, BETTINA. 

KREUTZER, CAROLINE 
HERMANN, THOMAS 
FARWICK, MIKE 
MARX, ACHIM 
PFEFFERLE, WALTER . 

NUCLEOTIDE SEQUENCES WHICH CODE FOR THE ccpA2 GENE 

210739US0X 

<150> DE/10042053.2 
%.i51> 2000-08-26 

<150> DE/10123071.0 
<151> 2001-05-11 

<160> 4 

<17 0> Patent In version 3.1 
1 

1500 
DNA 

Corynebacterium glutamicum 



0 



<220> 

<221> CDS 

<222> (241) • . (1278) 

<223> 



<400> 1 

caagggttgt ggatgaacct accccgtgag actccataag taccccatac tttgcccgac 60 

gtctcatgaa gtgcggtttt aaatcattag ccttcttatt cacttcccgg gatcaccacc 120 

cccacttcct acccctgttg ccaacatcgc cttgcacgta ataggttaaa acacaagtga 180 

atgtaatcgt ttgcagcaat cgattacata aaggtagata atgagataaa gcgaggcgct 240 

atg gcg acg gaa aaa ttc cga ccg act ctt aaa gat gtc get egt caa 288 
Met Ala Thr Glu Lys Phe Arg Pro Thr Leu Lys Asp Val Ala Arg Gin 
1 5 10 15 

gca ggt gtc tec ate gcc aca gca tea cga gca eta gcg gat aat ccg 336 
Ala Gly Val Ser lie Ala Thr Ala.Ser Arg Ala Leu Ala Asp Asn Pro 
:20 25 30 

gcg gtt get gca teg act egt gaa aga ate caa caa tta gcc tct gat 384 
Ala Val Ala Ala Ser Thr Arg Glu Arg lie Gin Gin Leu Ala Ser Asp 
35 40 45 

ctg ggt tac egg gcc aat get caa get egt gcg ctt cge agt tct cgc 432 
Leu Gly Tyr Arg Ala Asn Ala Gin Ala Arg Ala Leu Arg Ser Ser Arg 
50 55 . 60 

age aac ace att ggt gtg att gtt cec agt ttg att aac eat tac ttc 480 
Ser Asn Thr lie Gly Val lie Val Pro Ser Leu lie Asn His Tyr Phe 
65 70 75 80 

gcc gca atg gtt act gaa att caa age ace gee age aaa get gga ctt 528 
Ala Ala Met Val Thr Glu lie Gin Ser Thr Ala Ser Lys Ala Gly Leu 

85 90 95 

gcc acg att ate ace aac age aat gaa gat gcg ace act atg tct.ggg 576 
Ala Thr lie lie Thr Asn Ser Asn Glu Asp Ala Thr Thr Met Ser Gly 
100 105 110 

tct ttg gag ttt etc ace teg cat ggt gtc gat gga ate ate tgc gta 624 
Ser Leu Glu Phe Leu Thr Ser His Gly Val Asp Gly lie lie Cys Val 
115 120 125 
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720 



768 



816 



864 



912 



cct aat gag gaa tgc gcg aat caa eta gag gac ttg cag aag caa gga 672 
Pro Asn Glu Glu Cys Ala Asn Gin Leu Glu Asp Leu Gin Lys Gin Gly 
.130 135 140 

atg cca gtg gtg ttg gtt gac cga gag ctt cca gga gac tec ace ate 
Met Pro Val Val Leu Val Asp Arg Glu Leu Pro Gly Asp Ser Thr lie 
145 150 155 160 

cca acg gcg ace tet aac ccc caa cca gga ate gee gca gca gta gaa 
Pro Thr Ala Thr Ser Asn Pro Gin Pro Gly lie Ala Ala Ala Val Glu 

165 170 175 

etc ctg get cac aac aac gcg ttg ccg att ggt tac etc tea ggt ccc 
Leu Leu Ala His Asn Asn Ala Leu Pro lie Gly Tyr Leu Ser Gly Pro 
180 185 190 

atg gac ace tea aca ggt aga gag cga tta gag gat ttc aaa gca gee 
Met Asp Thr Ser Thr Gly Arg Glu Arg Leu Glu Asp Phe Lys Ala Ala 
195 200 205 

tgc gee aac tec aaa att gge gaa cag etc gtt ttt ctg ggt ggg tac 
Cys Ala Asn Ser Lys lie Gly Glu Gin Leu Val Phe Leu Gly Gly Tyr 
210 215 220 

aaa caa age gtt gga ttt gaa gge get acg aaa ttg etc gat caa gga 960 
^lu Gin Ser Val Gly Phe Glu Gly Ala Thr Lys Leu Leu Asp Gin Gly 
225 230 235 240 

get aaa act ctt ttt gee gge gat tct atg atg acg ate ggt gtc att 1008 
Ala Lys Thr Leu Phe Ala Gly Asp Ser Met Met Thr lie Gly Val lie 

245 250 255 

gaa gee tgc eat aag get ggt ttg gtt ate gge aag gat gtc age gtg 
Glu Ala Cys His Lys Ala Gly Leu Val lie Gly Lys Asp Val Ser Val 
260 265 270 

att ggt ttt gat aca cat ccg ctt ttt gee ctg caa cct eat ccg ttg 1104 
lie Gly Phe Asp Thr His Pro Leu Phe Ala Leu Gin Pro His Pro Leu 
275 280 285 

aca gtg att gat caa aat gta gaa caa eta gee caa cga gca gtg tct 1152 
Thr Val lie Asp Gin Asn Val Glu Gin Leu Ala Gin Arg Ala Val Ser 
290 295 300 

ate etc ace gaa tta att gca gge acg gta cct age gtg acg aaa act 1200 
lie Leu Thr Glu Leu lie Ala Gly Thr Val Pro Ser Val Thr Lys Thr 
305 310 315 320 



1056 



acg ate ccc act gee ctt att eat egt gaa tea ate ate aac tec act 
Thr lie Pro Thr Ala Leu lie His Arg Glu Ser lie lie Asn Ser Thr 

325 330 335 



1248 
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tta agg aag aag gat gga etc ccc aat gag taactcaacc ggtaccgaca 1298 
Leu Arg Lys Lys Asp Gly Leu Pro Asn Glu 
340 345 



ttgtcgttgt 


cggatccatc 


aatgccgatc 


tcaccgcaaa 


agttcaacgc 


caccctgaac 


1358 


ctggagaaac 


cctcctgggt 


agcggcggca 


cagtgagtgc 


tggtggcaaa 


ggcgccaacc 


1418 


aagctgtggc 


ggcagcgcaa 


ttaggtgcca 


aagtcaccat 


gatcggtgcg 


gtcggaaccg 


1478 


atcaaatggc 


tggcgaggcg 


ct 








1500 



<210> 2 

<211> 346 

<212> PRT 

<213> Corynebacterium glutamicum 

<400> 2 

i'jet Ala Thr Glu Lys Phe Arg Pro Thr Leu Lys Asp Val Ala Arg Gin 
1 .; 5 10 15 



Ala Gly Val Ser lie Ala Thr Ala Ser Arg Ala Leu Ala Asp Asn Pro 
20 25 30 



Ala Val Ala Ala Ser Thr Arg Glu Arg lie Gin Gin Leu Ala Ser Asp 
35 40 45 



Leu Gly Tyr Arg Ala Asn Ala Gin Ala Arg Ala Leu Arg Ser Ser Arg 
50 55 60 



Ser Asn Thr lie Gly Val lie Val Pro Ser Leu lie Asn His Tyr Phe 
65 -70 75 80 



Ala Ala Met Val Thr Glu lie Gin Ser Thr Ala Ser Lys Ala Gly Leu 

85 90 95 



Ala Thr lie lie Thr Asn Ser Asn Glu Asp Ala Thr Thr Met Ser Gly 
100 105 110 
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> 



Ser Leu Glu Phe Leu Thr Ser His Gly Val Asp Gly lie lie Cys Val 
115 120 125 



Pro Asn Glu Glu Cys Ala Asn Gin Leu Glu Asp Leu Gin Lys Gin Gly 
130 135 140 



Met Pro Val Val Leu Val Asp Arg Glu Leu Pro Gly Asp Ser Thr lie 
145 150 155 160 



Pro Thr Ala Thr Ser Asn Pro Gin Pro Gly lie Ala Ala Ala Val Glu 

165 170 175 



Leu Leu Ala His Asn Asn Ala Leu Pro lie Gly Tyr Leu Ser Gly Pro 
180 185 190 



Met Asp Thr Ser Thr Gly Arg Glu Arg Leu Glu Asp Phe Lys Ala Ala 
195 200 205 



Cys Ala Asn Ser Lys lie Gly Glu Gin Leu Val Phe Leu Gly Gly Tyr 
210 215 220 



Glu Gin Ser Val Gly Phe Glu Gly Ala Thr Lys Leu Leu Asp Gin Gly 
225 230 235 240 



Ala Lys Thr Leu Phe Ala Gly Asp Ser Met Met Thr lie Gly Val lie 

245 250 255 



Glu Ala Cys His Lys Ala Gly Leu Val lie Gly Lys Asp Val Ser Val 
260 265 270 



lie Gly Phe Asp Thr His Pro Leu Phe Ala Leu Gin Pro His Pro Leu 
275 . 280 285 



Thr Val lie Asp Gin Asn Val Glu Gin Leu Ala Gin Arg Ala Val Ser 
290 295 300 



lie Leu Thr Glu Leu lie Ala Gly Thr Val Pro Ser Val Thr Lys Thr 
305 310 315 320 
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Thr He Pro Thr Ala Leu He His Arg Glu Ser He He Asn Ser Thr 

325 330 335 

Leu Arg Lys Lys Asp Gly Leu Pro Asn Glu 
340 345 

<210> 3 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 

<400> 3 

agagctgctt ggtcagactt 20 

<210> 4 i 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic DNA 

<400> 4 

atccagattc ttggcggtag 20 
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